The fast5 HDF5 files contain a number of hierarchical groups, datasets and attributes. An example structure is:
The raw events reported by each nanopore, as well as fastq data called by the metrichor base-caller, are embedded within the /Analyses/Basecall_2D_000 group, whereas meta-data about the run itself is embedded within the /UniqueGlobalKey group. Figure S1 . Read length histograms from the plot.length.histogram function, showing the distribution of read lengths from the template, complement and 2D reads Figure S2 . Cumulative yield plot from the plot.cumulative.yield function. The y-axis is time, and the x-axis is cumulative yield in kilobases (kb) for the template, complement and 2D reads 
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